Supplementary Materials & methods

Generation of immortal Mat1 -/flox MEFs
MEFs were isolated from E12.5 Mat1 -/flox embryos and cultured in DMEM (Gibco)
supplemented with 10% fetal calf serum and antibiotics. Immortal Mat1 -/flox MEFs were generated as previously described (10). For deletion of Mat1, MEFs were infected with adenoviruses encoding CRE-recombinase (AdCre) or LacZ (AdLacZ) using multiplicity of infection of 1500 MOI overnight at 37 °C.
Western blotting
Western blotting and kinase assays were as described (10). Briefly, MEFs were lysed in Laemlli sample buffer and centrifuged at 13 000 rpm 15 min. Antibodies: α-Mat1 (Santa Cruz FL-309), α-Cdk7 (Santa Cruz sc-7273), α-p62 (Genway), α-p44 (Genway), α-actin (Sigma AC-40), α-ser5 (Nordic Biosite H14), α-ser2 (Nordic Biosite H5), α-Pol II (Santa Cruz N20 and Nordic Biosite 8WG16).
Immunofluorescence staining
Immunostaining of cells was done as previously described (10). Antibodies used: α-ser5
(Nordic Biosite H14), α-ser2 (Nordic Biosite H5), α-Pol II (Santa Cruz N20).
Affymetrix data analysis
Data analysis and comparison of the data set to other published microarray studies was performed using GeneSpring GX (Agilent Technologies), Microsoft Excel, and Filemaker Pro software. For standard comparison of differentially regulated genes at a given timepoint samples arranged by genotype were filtered for expression (at least 1/6 raw values between 20-100% percentile for inclusion), for significance (paired T-test, p<0,05) and fold change (>1,5). For analysis of general changes in signal intensities, a normalization between genotypes at the 72h time point was performed using a normalization factor generated through pairwise comparisons of triplicate averages of 45
Probe Sets: AFFX labeling controls (28 probes), AFFX prelabeled hybridization controls (excluding AFFX-Cre due to the Adeno-CRE infection; 14 probes) and AFFX mouse non-PolII/PolI controls (3 probes) leading to a normalization factor of 1,0374 for Mat1 -/-samples.
Quantitative RT-PCR analysis
RNA was isolated using RNEasy isolation kit (Qiagen) according to manufacturer's protocol. dscDNA was amplified using Power SYBR Green PCR Master Mix (Applied Biostystems). Relative mRNA amounts were assayed by normalizing PCR cycles to GAPDH for each sample unless otherwise indicated using 7500 Fast Real-Time PCR System Software. Mat1 -/-samples were compared to Mat1 -/flox samples. Technical triplicates were run from 3-5 independent experiments in all cases. 
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